

aagccugcaa 


aaal-aaaaaiZ. 


gatgai-gaca 


auy aua lclcl l 


o u u 


ggaaacgctt 


tgtaaaaatg 


attttgcact 


gaaaataaaa 


gtgaaggaga 


DOU 


taacctacat 


caaccgagat. 


accaaaatca 


Lccuggagac 


caagagcaag 


/ uu 


accatttaca 


agctgaacgg 


tgtgtccgaa 


agggacctga 


agaaatcggt 


'7 en 


gctgtggctc 


aaagacagct 


tgcagtgcac 


ctgtgaggag 


atgaacgaca 


oUU 


tcaacgcgcc 


ctatctggtc 


atgggacaga 


aacagggtgg 


ggagctggtg 


oDU 


atcacctcgg 


tgaagcggtg 


gcagaagggg 


cagagagagt 


tcaagcgcat 


y uu 


ctcccgcagc 


atccgcaagc 


tgcagtgcta 


gtcccggcat 


cctgatggct 


you 


ccgacaggcc 


tgctccagag 


cacggctgac 


catttctgct 


ccgggatctc 


lUUU 


agctcccgtt 


ccccaagcac 


actcctagct 


gctccagtct 


cagcctgggc 


1 A C Pk 

lUDU 


agcttccccc 


tgccttttgc 


acgtttgcat 


ccccagcatt 


tcctgagtta 


1100 


taaggccaca 


ggagtggata 


gctgttttca 


cctaaaggaa 


aagcccaccc 


1150 


gaatcttgta 


gaaatattca 


aactaataaa 


atcatgaata 


ttttaa 1196 



<210> 415 
<211> 295 
<212> PRT 

<213> Homo sapiens 

<400> 415 
Met Leu Gin Gly Pro 
1 5 

His Cys Cys Leu Gly 
20 

Pro Asp Phe Ser Tyr 
35 

Asn Leu Gin Leu Cys 
50 



Pro Asn Leu Leu Gly 
65 



Ala Gly Ala Trp lie 
80 

Thr Lys Lys Phe Leu 
95 

Asp Leu Asp Glu Thr 
110 

Val Lys Asp Arg Cys 
125 



Gly Ser Leu Leu Leu Leu Phe Leu Ala Ser 
10 15 

Ser Ala Arg Gly Leu Phe Leu Phe Gly Gin 
25 30 

Lys Arg Ser Asn Cys Lys Pro lie Pro Val 
40 45 

His Gly lie Glu Tyr Gin Asn Met Arg Leu 
55 60 

His Glu Thr Met Lys Glu Val Leu Glu Gin 
70 75 

Pro Leu Val Met Lys Gin Cys His Pro Asp 
85 90 

Cys Ser Leu Phe Ala Pro Val Cys Leu Asp 
100 105 

lie Gin Pro Cys His Ser Leu Cys Val Gin 
115 120 



Ala Pro Val Met Ser Ala Phe Gly Phe Pro 
130 135 



280 



Trp Pro Asp Met Leu Glu Cys Asp Arg Phe Pro Gin Asp Asn Asp 
140 145 150 



Leu Cys lie Pro Leu Ala 
155 

Glu Glu Ala Pro Lys Val 
170 

Asp Asp Asn Asp lie Met 
185 

Leu Lys lie Lys Val Lys 
200 

Lys lie lie Leu Glu Thr 
215 

Gly Val Ser Glu Arg Asp 
230 

Asp Ser Leu Gin Cys Thr 
245 

Pro Tyr Leu Val Met Gly 
260 

Thr Ser Val Lys Arg Trp 
275 

lie Ser Arg Ser lie Arg 
290 

<210> 416 
<211> 21 
<212> DNA 
<213> Artificial Sequence 

<220> 

<223> Synthetic oligonucleotide probe 

<400> 416 
cctggctcgc tgctgctgct c 21 

<210> 417 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide probe 

<400> 417 
cctcacaggt gcactgcaag ctgtc 25 

<210> 418 
<211> 47 
<212> DNA 



281 



Ser Ser 
Cys Glu 
Glu Thr 
Glu He 
Lys Ser 
Leu Lys 
Cys Glu 
Gin Lys 
Gin Lys 
Lys Leu 



Asp His 
160 

Ala Cys 
175 

Leu Cys 
190 

Thr Tyr 
205 

Lys Thr 
220 

Lys Ser 
235 

Glu Met 
250 

Gin Gly 
265 

Gly Gin 
280 

Gin Cys 
295 



Leu Leu 
Lys Asn 
Lys Asn 
He Asn 
He Tyr 
Val Leu 
Asn Asp 
Gly Glu 
Arg Glu 



Pro Ala Thr 
165 

Lys Asn Asp 
180 

Asp Phe Ala 
195 

Arg Asp Thr 
210 

Lys Leu Asn 
225 

Trp Leu Lys 
240 

He Asn Ala 
255 

Leu Val He 
270 

Phe Lys Arg 
285 



<213> Artificial Sequence 
<220> 

<223> Synthetic oligonucleotide probe 
<400> 418 

ctcttcctct ttggccagcc cgacttctcc tacaagcgca gaattgc 47 

<210> 419 

<211> 1830 

<212> DNA 

<213> Homo sapiens 

<400> 419 



gtggaggccg 


ccgacgatgg 


cggggccgac 


ggaggccgag 


acggggttgg 


50 


ccgagccccg 


ggccctgtgc 


gcgcagcggg 


gccaccgcac 


ctacgcgcgc 


100 


cgctgggtgt 


tcctgctcgc 


gatcagcctg 


ctcaactgct 


ccaacgccac 


150 


gctgtggctc 


agctttgcac 


ctgtggctga 


cgtcattgct 


gaggacttgg 


200 


tcctgtccat 


ggagcagatc 


aactggctgt 


cactggtcta 


cctcgtggta 


250 


tccaccccat 


ttggcgtggc 


ggccatctgg 


atcctggact 


ccgtcgggct 


300 


ccgtgcggcg 


accatcctgg 


gtgcgtggct 


gaactttgcc 


gggagtgtgc 


350 


tacgcatggt 


gccctgcatg 


gttgttggga 


cccaaaaccc 


atttgccttc 


400 


ctcatgggtg 


gccagagcct 


ctgtgccctt 


gcccagagcc 


tggtcatctt 


450 


ctctccagcc 


aagctggctg 


ccttgtggtt 


cccagagcac 


cagcgagcca 


500 


cggccaacat 


gctcgccacc 


atgtcgaacc 


ctctgggcgt 


ccttgtggcc 


550 


aatgtgctgt 


cccctgtgct 


ggtcaagaag 


ggtgaggaca 


ttccgttaat 


600 


gctcggtgtc 


tataccatcc 


ctgctggcgt 


cgtctgcctg 


ctgtccacca 


650 


tctgcctgtg 


ggagagtgtg 


ccccccaccc 


cgccctctgc 


cggggctgcc 


700 


agctccacct 


cagagaagtt 


cctggatggg 


ctcaagctgc 


agctcatgtg 


750 


gaacaaggcc 


tatgtcatcc 


tggctgtgtg 


cttgggggga 


atgatcggga 


800 


tctctgccag 


cttctcagcc 


ctcctggagc 


agatcctctg 


tgcaagcggc 


850 


cactccagtg 


ggttttccgg 


cctctgtggc 


gctctcttca 


tcacgtttgg 


900 


gatcctgggg 


gcactggctc 


tcggccccta 


tgtggaccgg 


accaagcact 


950 


tcactgaggc 


caccaagatt 


ggcctgtgcc 


tgttctctct 


ggcctgcgtg 


1000 


ccctttgccc 


tggtgtccca 


gctgcaggga 


cagacccttg 


ccctggctgc 


1050 


cacctgctcg 


ctgctcgggc 


tgtttggctt 


ctcggtgggc 


cccgtggcca 


1100 
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